Twenty-eight clonal trials of radiata pine planted across Australia and New Zealand were used to investigate genetic variation and genotype by environment (G×E) interaction for diameter-at-breast-height (DBH), height and Dothistroma resistance (DO_R). The average narrow-sense heritabilities were 0.11, 0.21 and 0.30 while the average broad-sense heritabilities were 0.27, 0.34 and 0.40 for DBH, height and Dothistroma resistance, respectively. Dothistroma resistance was assessed as the percentage of needles that were not affected by Dothistroma needle blight. G×E interactions were analysed using an approximate reduced factor analytic model. Apparent G×E interactions were estimated for DBH, height and Dothistroma resistance. Estimates of G×E interactions and their standard errors were strongly influenced by the level of connectivity between trials, in terms of common clones and common parents. When there was sufficient connectivity between trials (more than 30% common clones between trials), a high level of G×E interaction was found for DBH and height but not for Dothistroma resistance. In two simulated clonal trials planted in two environments, low connectivity between environments resulted in a lower estimated genetic correlation between environments with an increased standard error. These results suggest that the number of clones in common between clonal trials is a key factor for inclusion in future experimental designs for estimating G×E interaction. When designing clonal trials for use in multiple environments for accurately estimating the level of G×E, if the resource for creating connectivity between environments is limited, at least 30% of the clones need to be in common between environments.
Introduction
Radiata pine (Pinus radiata) is a fast-growing pine species, native to the Central Coast of California and both Guadalupe Island and Cedros Island of Mexico [1] . Its timber is used for density [33] [34] [35] , predicted modulus of elasticity [33] and resistance to damage caused by the Dothistroma pathogen [28] . The ability to realise expected genetic gains in the forest depends on the accuracy of estimated breeding values of selection candidates for the deployed population. G×E complicates the design and interpretation of trials across environments that are used for estimation of breeding values of selected genotypes intended for deployment, whether as seed orchard progeny, or tested clones. It reduces the profitability of the forest venture to the extent that additional investment in a more 'fine-grained' series of screening trials may be justified. Breeders interested in optimising gains in deployed tree stocks often address G×E either by selecting for stable genotypes that are not sensitive to environmental changes, or selecting genotypes for specific environments in order to maximise genetic gain on specific sites, or site types [36] . In New Zealand G×E for growth rate was considered not sufficiently important to require the development of regionalised radiata pine breeding programmes [28] . However, it was recognised that there is sufficient G×E for growth rate to provide forest growers with the opportunity to increase genetic gain in their forests by selecting genotypes that are best suited to each individual environment, provided that they are willing to invest in the additional costs of trialling that this would require [26, 37, 38] .
Genetic correlation between environments has been used as a measure of G×E in plants and livestock. The accurate estimation of genetic correlation between environments depends on the connectivity or relationship shared between individuals planted in two or more environments. As a first objective, this study used clonal trials planted in New Zealand and Australia to estimate the level of G×E for growth and Dothistroma resistance in radiata pine. The connectivity between these clonal trials was realized through sharing common parents or clones between trials at different levels. The secoand objective of this study was to investigate the relationship between the level of G×E and the connectivity between trials. Further the clonal testing used in this study allowed us to examine the effectiveness of these types of trials for estimation of G×E.
Materials and methods

Genetic material and phenotypes
Nine single-tree-plot clonal trials (S01-S09) used in this study were from planted forest estates across southern Australia and 19 single-tree-plot clonal trials (S10-S28) were from planted forest estates across New Zealand (Table 1) . Three traits were analysed: diameter-at-breast-height (DBH), height and Dothistroma resistance (DO_R). DBH was assessed in centimeters at breast height (1.3 metres above the ground in Australia and 1.4 metres above the ground in New Zealand). Total tree height was assessed in metres. Infection by Dothistroma needle blight on individual trees was assessed as the percentage of the total needles present on the tree that was diseased [39] . Scoring was undertaken in 5% increments, i.e., 5, 10, 15, 20, 25, etc . A score of 40% indicated that 40% of the needles present were diseased. DO_R was calculated as the percentage of needles that were not affected by Dothistroma needle blight, which was equal to 100% minus the percentage of needles that were affected by the disease. Ages at assessment are expressed in months from planting. In total, there were 29,381 DBH observations in 21 trials, 29,911 height observations in 24 trials and 6,608 Dothistroma needle blight damage observations in five trials. Observations used in this analysis were from a single assessment in every trial. Progeny of seedlots used as controls were removed from this analysis and were not included in Table 1 .
Statistical analysis
Heritabilities and genetic correlations between trials were analysed using an individual-tree linear mixed model, implemented in ASReml-R [40] :
where y is a vector of trait phenotypic observations, b is a vector of fixed effects (including overall mean and trial mean), u is the vector of random additive genetic effects, d is a vector of random non-additive genetic effects, and e is a vector of random residual effects. X, Z a , and Z d are known incidence matrices relating the observations to effects of b, u, and c, respectively. Experimental features of replicates, sets within replicates, row, block, and plot were fitted as random effects. The level of G×E was measured by genetic correlation between environments. The higher the genetic correlation between environments the lower the level of G×E between is the residual variance for trial i. The FA2 model for the additive genetic effects of m genotypes in t trials can be modelled as u = (Λ⊗I m )f+δ [26, 41] , where Λ is the t × 2 matrix of loadings, I m is an identity matrix of dimension m × m, f is the 2m × 1 vector of scores and δ is the mt × 1 vector of genetic regression residuals. Var(u) = (ΛΛ 0 +C) ⊗I m with the assumption of var(f) = I 2m , var(δ) = ψ ⊗ I m , where ψ is a t × t diagonal matrix with a variance (called a specific variance) for each environment, and the vectors of random effects f and δ are mutually independent as a multivariate Gaussian distribution with zero means. The between environment genetic variance matrix is defined as G a = (ΛΛ 0 +C). G a can be estimated with the REML algorithms asĜ a ¼ ðΛΛ 0 þψ � and can be converted to the genetic correlation matrix between trialsĈ a ¼D aĜaDa , whereD a is a diagonal matrix with elements given by the inverse of the square roots of the diagonal elements ofĜ a . The standard error of estimated genetic correlations between trials were extracted from ASReml-R output. Heritabilities for DBH, height and Dothistroma resistance were estimated using the mixed linear model (1) with heterogeneous genetic variances across trials for the additive genetic effects, the non-additive genetic effects and residual effects. The narrow-sense heritability for trial i (h 
Simulation
A simulation was conducted to mimic the sizes of trials analysed (Table 1) with similar numbers of parents, families and clones across two environments. The aim of this simulation was to investigate the effect of connectivity between environments on the estimation of genetic correlation between environments and its standard error. The simulation started with a base population of 3,000 unselected trees. Twenty-five males and twenty-five females were selected and each had two random crosses to form 50 control-pollinated families. Ten clones were generated from each family and 10 ramets generated from each clone, with 500 clones and 5,000 plants generated in total. In order to test the importance of the type of connectivity, we simulated trials that were connected through both common families and common clones between environments. We simulated 10 levels of families in common: 5 (Ten percent of families in common), 10, 15, 20, 25, 30, 35, 40, 45 and 50 (One hundred percent of families in common). Within a common family, three levels of common clones were also simulated: 2, 6 or 10. Half of the 10 ramets of a common clone were planted in environment 1 and half of the ramets planted in environment 2. Clones that were not in a common family were only planted either at environment 1 or environment 2. The experiment layout was a randomised complete block design. A trait was simulated with a narrow-sense heritability of 0.4 and a genetic correlation of 0.7 among the two environments. The simulation was run for 1,500 replicates. The average genetic correlation between environments reduced to 0.58 among 500 clones of 50 families across all replicates.
Phenotype (y) was simulated with a simplified genetic model as the sum of the additive genetic effects (a), the residual effects (ε) and population mean (μ) as Eq (2) . No dominance effects and epistatic effects were simulated. The variance of the trait between different ramets of the same clone was equal to zero as well.
where a are sampled from a multivariate normal distribution with a~N(0,G 0 ), where Additive genetic correlation between two simulated environments was estimated using the unstructured model in ASReml-R [40] and calculated as Eq (2). Linear mixed model used to estimate the additive genetic correlation was as Eq (3):
where the additive genetic effects u have a normal distribution with u~N(0,G A �A), where 
The standard error of estimated genetic correlation was obtained from ASReml-R outputs. The deviation of the additive genetic correlation between environments from zero was tested using a two-tailed likelihood ratio test, by comparing Log Likelihood from models of either adding or dropping the term for the covariance between environments (s a 1 a 2 ).
Results
Statistical description of phenotypes
DBH and height showed a growth pattern of having higher phenotypic values and larger variances with increasing age (Table 1 ). The overall average DBH was 1.67 cm at 28 months of age and 24.02 cm at age 99 months. The average total height varied from below 1.65 m at 26 months of age to 14.92 m at age 99 months. The percentage of needles affected by Dothistroma did not show a consistent pattern of change with an increase in age. The overall average percentage of needles that were not affected by Dothistroma was about 60-90% during the period 28-65 months of age.
Connectivity between trials
The number of parents in these trials ranged from 17 to 30 with an average of 21 (Table 1 and Fig 1) . The percentage of parents in common between all possible pairs of trials ranged from 47% to 100% with an average of 79%. In the NZ 2005 trial series (S26, S27 and S28), there were 17 parents altogether, 13 parents for the full-sib progeny and 4 parents for the clones. The average number of clones in all trials was 213 with a range of 54 to 420. The average percentage of clones in common between all possible pairs of trials was 22% with a range of 0 to 47%. There was good connectivity among trials which were established in the same year. The trials established in New Zealand during 1999 and 2000 (S10-S18) had poor connectivity with other trials. The trials established in New Zealand in 2005 (S26, S27 and S28) had no common clones tested in other trials. The best connectivity was between trials S01-S07.
Estimates of heritability
The narrow-sense and broad sense heritabilities estimated for these traits were quite different from trial to trial. The narrow-sense heritability for DBH ranged from 0.01 to 0.31 with an average of 0.11. Small additive genetic variances were estimated in four trials. Considerable non-additive genetic variation was estimated in DBH which mostly led to moderate-to-high estimates of broad-sense heritability. The average broad-sense heritability for DBH was 0.27 with a range of 0.01 to 0.45. A similar pattern was observed for the narrow-sense and broadsense heritabilities for height. There were small additive genetic variances for height in two trials. The average narrow-sense heritability for height was 0.21 with a range of 0.01 to 0.46 and the average broad-sense heritability was 0.34 with a range of 0.11 to 0.57. Five trials were measured for Dothistroma resistance. Heritabilities for Dothistroma resistance were estimated in these trials, all of which were in New Zealand. Narrow-sense heritability was 0.30 on average with a range of 0.16 to 0.49, and broad-sense heritability was 0.40 with a range of 0.24 to 0.49.
Genotype by environment interaction
The FA model with an order k = 2 explained 93.73%, 88.02% and 88.33% of the variances for DBH, height and DO_R, respectively. The heatmaps in Fig 2 show the additive genetic correlations between trials for DBH and height and the heatmaps in S1 Fig show the additive genetic correlations between trials for Dothistroma resistance that were obtained from the FA2 model. Apparent high G×E interactions were observed between some trials for DBH. The average genetic correlation for DBH between pairwise trials was 0.40 with 30% of pairs over 0.7, 27% in a range of 0.4-0.7 and 43% below 0.4. Apparent G×E interaction level for height was also high between some trials, but not as high as for DBH. The average genetic correlation for height between trials was 0.61, with 55% of pairwise genetic correlations over 0.7, 22% in a range of 0.4-0.7 and 23% below 0.4. High levels of apparent G×E were also found for Dothistroma resistance between some trials. The average genetic correlation between trials for Dothistroma resistance was 0.44 with 40% pairwise genetic correlations over 0.70, 30% at a range of 0.4-0.7 and 30% below 0.40.
There were patterns of genetic correlations between trials. For DBH, higher genetic correlations were observed within trial series planted in the same year, e.g. the NZ 2001 trial series (S20-S24) (Fig 2) . For height, low genetic correlations were observed between the NZ 2005 trial series (S26-S28) and other trials (Fig 2) . For Dothistroma resistance, high genetic correlations were observed among NZ trials S14, S19 and S20 and low genetic correlations between trials S10 and S25 and trials S14, S19 and S20 (S1 Fig). When the percentage of common clones tested between trials was above 25%, genetic correlation between these trials ranged from -0.08 to 1.00 (Fig 3) . When the percentage of common clones tested between trials was 30% or lower, a higher number of negative genetic correlations between trials was observed. Even more negative genetic correlations were observed when the percentage of common clones fell below 10%. These results indicate that the connectivity between trials played a big role in the estimation of G×E interactions, and that the estimated low genetic correlations between some trials might also be due to low connectivity. The results also suggested that the estimates of genetic correlations between trials might not be reliable when the connectivity between trials is low. For the trials between which there were at least 30% clones in common, the average genetic correlation was 0.63 (-0.08-0.98) for DBH, 0.63 (0.30-1.00) for height and 0.73 (0.60-0.90) for DO_R. Thirty percent or more clones in common appears to provide sufficient connectivity between trials and leads to moderate levels of estimated G×E interaction for growth traits between trials.
Standard errors of genetic correlations between trials tended to be higher when there was a lower number of clones or parents in common (Fig 3) . When the number of common clones between trials was less than 200, standard errors of some genetic correlation estimates were larger than 0.25, even when the number of parents in common was above 90%. When the number of common clones was less than 100, more than half of the pair-wise genetic Genotype by environment interaction and clonal connectivity between environments correlations between trials had very high standard errors (0.25-0.70). It appears that low estimates of between-environment genetic correlation with high standard errors were related to low connectivity between environments.
Simulation results
Estimates of genetic correlation between environments and their standard errors were shown in Fig 4 for different levels of connectivity through common clones and common families. When 35-50 families were in common and with 10 common clones per family, the estimate of between-environment genetic correlation was about 0.58 and its standard error estimate was below 0.1. In this case, genetic correlation was able to accurately estimated. With the decreases of connectivity through common families and common clones, the estimates of between-environment genetic correlation reduced and the standard error estimates of the correlations increased dramatically. When the number of common families was 5-15 with 2 common clones per family, the genetic correlation estimate decreased to around 0.5 and standard error estimate of the correlation was increased to 0.2-0.27. This meant that for the same true level of G×E between environments, a low level of G×E was observed when the number of common clones between environments was above 300 and a high level of G×E was observed when the number of common clones between environments was below 100. Table 2 shows the percentage of cases in the simulation where the estimates of genetic correlation between environments were significantly different from zero. When the number of common families was 5-15, there were 47-76% cases where genetic correlation estimates between environments were significantly different from zero. When the number of common families was 30 or less and the number of common clones was 4, there were 47-80% of cases where genetic correlation estimates were significantly different from zero. When the number of common families was 35-50, there were 92-100% cases where genetic correlation estimates were significantly different from zero.
Discussion and conclusions
This study has shown that the precise estimation of genetic correlations between trials depends on the levels of connectivity between trials. Apiolaza [34] found an association between the number of parents in common across trials and the magnitude of the standard error of the estimated genetic correlation, and that the estimated correlation tended to be under-estimated when there were fewer parents in common. In the current study with clonal trials, the number of parents was 17-30 with an average of 21. The percentage of parents in common was 47-100% with an average of 78%. The connectivity between trials via parents was, therefore at a reasonable level. However, it should be noted that the trials in this study were not designed to screen parents but rather to screen the individual clones. Despite this complication, the current study clearly showed that there was a positive association between the number of clones in common across trials and the size of the estimates of genetic correlations between trials. Genotype by environment interaction and clonal connectivity between environments showed a trend for the estimated correlation tending to be lower when the percentage of clones in common between trials was low, which means that the genetic correlations might be not reliable in these cases. Apiolaza (28) also reported that any pair of trials with less than 20 parents in common (either directly or via previous generations in the pedigree) caused convergence problems in obtaining estimates of genetic correlation. The current study also expressed convergence problems in estimating pairwise genetic correlations when the number of clones in common was low.
The simulation results clearly showed the same pattern, that is, that the lower the connectivity between environments the lower the estimate of genetic correlation and the higher the estimate of its standard error. In the simulation, a low level of G×E between two environments was simulated but the estimated genetic correlation showed a high level of G×E when the number of common clones between environments was below 100. These results suggest that the number of genetic entities in common between trials is a key factor in future experimental designs for estimating G×E interaction. Low connectivity via common genetic entities between trials might lead to underestimated genetic correlations and, therefore, an over-estimated level of G×E interaction. In other words, these results indicate that if there is insufficient connectivity between trials, they should not be used in to identify the level of G×E in radiata pine.
The simulation results showed that a lower connectivity between environments led to a lower estimate of genetic correlation with a higher standard error, compared to the situation with a higher connectivity between trials in different environments. Moreover, there was a high percentage of cases where the estimate of genetic correlation was not significantly different from zero. If a genetic correlation estimate was not significantly different from zero, it can mean that genetic correlation between environments could not be reliably estimated with the given sample size and connectivity between environments. A trial designed with 50 families planted in two environments and used to estimate the level of G×E between the environments may be considered acceptable, since there is over a 90% chance that the genetic correlation between environments can be estimated. Therefore it is recommended that, infuture, for detection of the level of G×E for a trait in a trial it should have at least 50 families and 10 clones per family, where at least 6 clones per family are in common between environments when 20-30 families are in common and at least 4 clones per family are in common when 35 or more families are in common. This is equivalent to at least 30% of clones needing to be in common between environments, which was a similar threshold of connectivity found in Fig 3. We could also conclude that any two trials used in this study were not suitable to be used for estimating G×E where the number of common clones between them was less than 30%.
G×E interactions are generated when differences exist between environments [21] . It has been suggested that the larger the difference between environments, the higher the G×E interaction might be between the environments [43] , although this must be tested for each specific species, trait, and environment combination. Identification of environmental variables that either contribute to, or are related to the creation of G×E interaction in forest trees has been studied in the literature. These variables included climatic and geographic variables, such as temperature [27, 34, 44] , rainfall [37] , longitude, latitude and elevation [25] . Differences in soil properties, such as soil type [45, 46] and soil nutrient content [39] , can also result in G×E interactions. There are huge numbers of combinations of different environmental variables that could generate G×E interactions for given genotypes, or for any genotypes.
Forest tree breeders are interested in having information of G×E patterns in the forest in order to make decisions on where to deploy genotypes to maximize genetic gain. There are two ways that tree breeders can obtain information to reveal the patterns for breeding and deployment. One easy way of identifying G×E interaction in tree breeding is to screen the performance of a set of genotypes across a set of commercially important environments. In this way, breeders can identify which genotypes are not sensitive to the environments, or alternatively, which genotypes are the best match to each of the environments. The second way is more complicated and requires long-term efforts to achieve the goal of increased overall genetic gains. It would require all of the unique environments within forest estates in a country or a region to be identified and G×E interaction patterns to be fully examined in trials andunderstood for any genotypes in a breeding population. The G×E patterns can be caused by either of, or a combination of, rank-change interactions or variance differences between these unique environments [20] . Identifying such G×E interaction patterns for a given forest is likely to be a huge task to complete. G×E studies instead usually involve use of a limited number of sites to represent the whole plantation. In the current study, we tested 28 sites in forests in New Zealand and Australia. However, the G×E patterns identified in the current study only reflect G×E for the sites tested and might not reflect the patterns of G×E in all the sites in theplantations in which we are interested. Extending this line of thinking seems to suggest that we may need many more sites to be tested in the radiata pine forest plantations in New Zealand and Australia in order to accurately identify and capture the gain available from a knowledge of G×E interactions. It is worth exploring the validity of this conclusion further by examining the magnitude and underlying causes of G×E interactions in traits of interest in radiata pine.
Genetic variance in growth traits, expecially DBH, has been studied extensively in New Zealand and Australia. The average narrow-sense heritability for DBH varied from 0.03 to 0.88 among 38 studies, with a grand mean of 0.23 for all studies while the average estimate of broad-sense heritability was 0.39, or almost twice the average estimated narrow-sense heritability [47] . Clonal repeatability estimates ranged from 0.05 to 0.33 for DBH and from 0.09 to 0.31 for height [24] . The broad-sense heritability ranged from 0.01 to 0.45 with an average of 0.27 in this study. Narrow-sense heritability for DBH was 0.06-0.27 in two trial series planted at four sites in New Zealand [48, 49] .
G×E for growth traits has been extensively studied in New Zealand and Australia. Family × site interaction variance components for stem volume were highly significant, statistically and biologically, between two pumice soil sites and two phosphate-retentive clay soil sites [32] . The correlations of parental breeding value estimates for DBH between 11 widely diverse sites across New Zealand was 0.41 (-0.22-0.74) in a progeny test [28] . The ratio of estimated interaction to genetic variance for DBH was 0.70 in a progeny test with 25 parents planted across 11 widely diverse sites across New Zealand [28] , 1.51 in a progeny test of 170 open-pollinated families from second-generation plus trees planted in four sites in New Zealand [32] , 2.0 in an open-pollinated progeny test planted in 10 sites across Australia [50] and above 0.50 in a diallel experiment covering 10 sites in Australia [23] . The genetic correlation estimate between pairs of environments for DBH was 0.39 [23] , 0.34-0.38 [51] and -0.60-1.0 [25] . Baltunis and Brawner [24] reported high G×E for growth traits in clonal trials among Australian sites but not among New Zealand sites. Nearly two-thirds of genetic correlation estimates for DBH between paired sites were below 0.6 in an analysis using data covering 76 sites across the whole of New Zealand [27] . Cullis, Jefferson [26] suggested the existence of substantial additive G×E for DBH using factor analytic models.
Significant genetic variation in Dothistroma resistance has been identified in a number of studies and was also apparent in the current study. The narrow-sense heritabilities reported in the current study were in the range reported in the published literature. Wilcox [52] reported a narrow-sense heritability for Dothistroma resistance of 0.30 with strong additive genetic variance, indicating that straightforward selection of resistant trees would give predictable improved resistance in the offspring. Carson [53] reported an average narrow-sense heritability for Dothistroma resistance of 0.24 across four sites. A narrow-sense heritability estimate of 0.18 for Dothistroma resistance in radiata pine was estimated for a factorial cross which included six full-sib families [54] . In a series of 16 radiata pine trials assessed in Australia the estimated narrow-sense heritability ranged from 0.05 to 0.69 with a median of 0.36 [16] . Kennedy and Yanchuk [49] reported a heritability of 0.20-0.34 for Dothistroma resistance in radiata pine. These estimates demonstrate that genetic gain can be achieved with selection on additive genetic variance.
In the literature, G×E interactions for disease resistance have been reported in radiata pine and other species. An apparent level of G×E interaction was estimated for Dothistroma resistance in the current study, but after considering the lack of connectivity between trials it is likely that the level of interaction is much less important than the genetic parameter estimates suggest. This is consistent with what is reported in the literature for G×E interaction in Dothistroma resistance in radiata pine. Shelbourne [55] suggested that interactions will have a serious effect on gains from selection and testing when the interaction variance reaches 50% or more of the genetic variance. Carson [53] reported that there was little evidence for seedlot × environment interaction in Dothistroma resistance, indicating that seedlot rankings obtained on one site will be reliable for overall ranking of parents in radiata pine. The ratio of additive genetic variance × site interaction variance to additive genetic variance for Dothistroma resistance was found to be 0.57 in radiata pine [28] . This suggested that exploiting G×E to achieve gain in Dothistroma resistance may not be the best strategy. In contrast, high levels of G×E interactions have been reported for other diseases. A significant G×E interaction for needle retention in radiata pine was observed with an interaction variance to additive variance ratio of 0.86 [28] . In loblolly pine (Pinus taeda), Li and Mckeand [56] reported highly significant G×E for percent fusiform rust infection (Cronartium quercuum (Ber.) Miyabe ex. Shirai f. sp. Fusiforme) at 21 test locations in coastal Georgia, Florida, Alabama, and Mississippi, but only a few interacting families had regression coefficients significantly different from the expected value of 1. A low level of G×E for rust incidence was reported for loblolly pine planted in the Lower Coastal Plain of the Southeastern USA [57] . In slash pine (Pinus elliotti), genetic correlations between sites were over 0.67 for fusiform rust resistance and G×E did not appear to be important in rust resistance in the United States [58] . It is interesting to note that extensive genetic variation was observed among fusiform rust isolates and in the response of loblolly pine to these isolates [59] , whereas in contrast there was no genetic variation at all observed among collections of Dothistroma pini in New Zealand in a genetic diversity study [60] . This is consistent with a hypothesis that genetic variation in the pathogen could contribute to higher levels of G×E in resistance of the host population [61] .
One limitation of this study was that the assessment age of DBH, height and Dothistroma resistance of genetic material ranged from 28 months to 99 months. Ideally, the age of performance assessment across all trials should be at the same age. In forest tree breeding, resources required for establishing trials are always limited. Each year only a small number of trials are able to be established. Genetic analyses usually use trials established during a number of years or even all trials that were ever established [26] . The assessment age of performance also varied. For example, the genetic material used in this paper was established during a period between 1999 and 2005, and was deployed in Australia and New Zealand. Assessment of performance at an early age makes it possible to conduct selection at an early age. The benefit of early selection is to reduce generation interval and increase genetic gain per unit of time [21] . From one example in the literature, genetic correlation for 30 open-pollinated families tested at two sites between early age (age 3 after planting) and age 26 reached 0.8 for growth traits [62] , suggesting that analysingssessments of performance at multiple ages did not create significant G×E or did not create bias for estimating site-site genetic correlation.
The model used in the simulation was simplified to show the relationship between connectivity and the estimates of additive genetic correlation between environments. We found that lower connectivity between environments led to a lower estimate of additive genetic correlation with a higher estimate of standard error of the genetic correlation. Variances for dominance effects, epistatic effects and variance between ramets of the same clones were not considered in the simulation. The relationship between connectivity and the estimation of additive genetic correlation would likely be unchanged if these terms were included, but model complication would increase. An attempt was made to include the dominance effects in the simulation of phenotypes and in the estimation model. However, ASReml-R was sometimes not able to converge, which might suggest that the simulated population size was not large enough to estimate dominance effects. A large simulated population size may be needed to estimate dominance effects and an even larger population size may be needed if epistatic effects are included. In addition, in the future, simulations with various population sizes tested at more than two environments may be needed to investigate how many clones need to be in common between environments for obtaining reliable estimates of genetic correlation and G×E.
Implications for radiata pine breeding
G×E interaction appears to exist for growth traits in radiata pine genetic trials. However, this study suggests that the magnitude of G×E interactions found in radiata pine clonal trials was often overstated due to a number of factors, including particularly the lack of connectivity between environments, especially lack of connectivity with common genetic entities tested across multiple environments. The implication of the results for growth rate in the current study for radiata pine breeding in New Zealand and Australia is that a strategy does need to be developed to deal with G×E, either by selecting stable genotypes that show high performance across multiple environments or by selecting the best genotypes for each environment to maximize genetic gain in each specific environment. Given the substantially increased resources that would be required to achieve the latter, it is likely that the former is the best strategy, that is, selecting for the best set of stable genotypes. This is because the requisite increase in resources for estimating gain in specific environments to capture G×E could alternatively be used to increase gain from selecting stable genotypes more effectively. The results in the current study also suggest that connectivity between trials with common genetic entities that are tested across environments needs to be considered when designing trials and maximizing gain. When designing clonal trials with a population size similar to the trials used in this study in multiple environments to accurately estimate the level of G×E, and where resources for creating connectivity between environments are limited, at least 30% of clones need to be in common between environments. 
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